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4.33x10 -7 GO:0003777 microtubule motor activity 5 2.23x10 -10
4.33x10 -7 GO:0015631 tubulin binding 6 9.54x10 -10
1.23x10 -6 GO:0003774 motor activity 5 1.98x10 -9
1.92x10 -6 GO:0008092 cytoskeletal protein binding 6 8.30x10 -7 6.44x10 -4 GO:0032403 protein complex binding 6 1.05x10 Figure 1 . Manhattan plot for SNP-based CNV statistics of (a) deletions and (b) duplications. The SNP position on each chromosome is shown on the X-axis; and the -log P-value in the copy number association analysis of each SNP is indicated on the Y-axis.
Supplementary Figure 2.
The relative expression levels of genes AKNAD1, MTNR1B, ADAMTS9 and THADA in tissues key to diabetes. The expression profiles of these genes reported in literature 6 were downloaded via the online portal BIOGPS 7, 8 . The mean relative expression levels are shown in the bar graph, with standard deviation indicated by the error bars. Supplementary Figure 3 . Predicted protein-protein interaction network of human AKNAD1. We searched for gene products that are of predicted protein-protein interactions with human AKNAD1 by using STRING 9.1.
1,2 The edges connecting each pair of gene products represent predicted functional links. The prediction methods are based on different sources of evidence which are shown by the edge colors and indicated at the right hand corner.
Supplementary Figure 4.
Predicted functional coupling network of mouse AKnad1. We searched for gene products that are functionally associated with AKNAD1 murine homolog AKnad1 by using FunCoup 3.0 3,4 .
Supplementary Figure 6 . Predicted functional coupling network of murine homologues of genes the exons of which overlap with significant CNVRs. We input the gene names shown in Table 3 to FunCoup 3.0 and searched for the known and predicated functional coupling network among their murine homologues. To reduce network complexity, only 10 more partners of strongest interaction evidence were added to the network of query genes. 
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